ABSTRACT Enterococcus faecalis 24FS is a bacteriocin-producing, multiply antibioticresistant, and potentially virulent bacterium isolated from healthy infant feces. The draft 2.9-Mb genome sequence revealed 2,968 protein-encoding genes; 11 antibiotic resistance, 8 virulence, and 3 bacteriocin genes; and 2 plasmids, 4 prophages, 30 insertion sequence (IS) elements, 1 transposon, and 1 integron.
tetracycline; and ermB, erythromycin), as revealed using the Comprehensive Antibiotic Resistance Database (CARD) (14) . Genes conferring resistance to aminoglycosides [ANT(6)-la and APH(3=)-IIIa] and fluoroquinolones (gyrA and gyrB) were also detected, although the corresponding resistance was not tested. In addition, genes mediating iron transport were identified, including feuABC (ferric iron uptake), hmuUV (haem uptake), feoAB (ferrous iron uptake), and fetAB (iron export).
The CRISPR finder tool (15) identified two CRISPR elements with five or nine direct repeats of 36 bp, with one associated with cas-family proteins. A conjugative Tn916 transposon, associated with tetracycline resistance tet(M), was also identified. In addition, a class II integron with three antibiotic-resistance gene cassettes (dfrA1, dihydroflorate reductase; sat2, streptothricin acetyltransferase; and aad1, aminoglycoside adenyltransferase) was found and predicted to confer resistance to trimethoprim, streptothricin, and streptomycin, respectively. Two plasmids (16) were identified, namely, pS194 and pAD1 (4.3 and 60 kb, respectively). The PHASTER tool (17) identified one intact (PHAGE_Entero_vB_IME197, 57.1 kb), one incomplete (PHAGE_Entero_ vB_IME197, 14.6 kb), and two questionable (PHAGE_Entero_phiFL1A, 38.8 kb; and PHAGE_Brocho_NF5, 14.2 kb) prophage regions. One putative integrative conjugative element (ICE) (T4SS) of 431,826 bp was identified by ICEfinder (18) containing a type IV secretion gene cluster. Thirty insertion sequence (IS) elements were predicted with IS finder (19) .
These genomic data assist understanding of the emergence of antibiotic resistance and virulence in nonclinical E. faecalis isolates.
Data availability. This whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under the accession number PGCH00000000. The version described in this paper is the first version, PGCH01000000. The raw sequencing data are available in the Sequence Read Archive (SRA) database under the accession number SRR8433214.
